Given the ever expanding number of model plant species for which complete genome sequences are available and the abundance of bioresources such as knockout mutants, wild accessions and advanced breeding populations, there is a rising burden for gene functional annotation. In this protocol, annotation of plant gene function using combined co-expression gene analysis, metabolomics and informatics is provided (Figure 1 ). This approach is based on the theory of using target genes of known function to allow the identification of non-annotated genes likely to be involved in a certain metabolic process, with the identification of target compounds via metabolomics. Strategies are put forward for applying this information on populations generated by both forward and reverse genetics approaches in spite of none of these are effortless. By corollary this approach can also be used as an approach to characterise unknown peaks representing new or specific secondary metabolites in the limited tissues, plant species or stress treatment, which is currently the important trial to understanding plant metabolism.
1. Construct a possible pathway with detected compounds. Prediction of pathway using peak annotations should be based on the chemical structure of detected compounds by predicting linking enzymatic functions on the metabolic pathway 13 . Structuring biosynthetic steps should be conducted with precise peak annotation. But determination of detailed chemical structure, for example sugar moiety, is not indispensable in this step, because prediction of sugar moiety and adducted position is very difficult to identify by MS analysis. Determination of sugar type such as hexoside and pentoside will be identified by enzymatic assay of sugar donor at the last step of project. Mostly constructing of prediction of pathway should be performed as small molecule is intermediate of larger molecule except in the some cases such as dehydration reaction. List of atomic molecular weight, for example 16 m/z for difference between -H and -OH moiety (oxidation), 14 m/z (Carbon atom) for difference between -OH and -OMe (methylation) and 162 m/z (MW-H 2 O) for hexose (glycosylation), is useful for prediction. Determination of modification type with correlation analysis of tissues specificities helps prediction of metabolic pathway. Database of general metabolic pathway such as KEGG database (http://www.genome.jp/kegg/) and PlantCyc (http://plantcyc.org/), is very effective for prediction of metabolic pathway of your interest. 
Preparation of Gene List with Arabidopsis Orthologous Gene ID

Co-expressed Gene Analysis
1. Test using the prepared gene ID list to search best database for your pathway by checking the correlation using well known gene pairs in your pathway-of-interest (Table II) . If co-expression database or gene expression database are not available in the plant of your interest, Arabidopsis co-expression database should be used with a list of Arabidopsis orthologous genes. In case of barley, rice, poplar, wheat, medicago and soybean, co-expression analysis of plant species can be used ( Table II) . 2. Construct the framework for your target co-expression network based on the connections of the well-known genes in your pathway-ofinterest. 3. Add correlated candidate genes (r<0.4~0.90, within approximate value of coefficient value between the connections of the well-known genes in your pathway-of-interest) and check their gene annotation in your predicted families to the connections of this network for finding best candidate genes ( Figure 3) . Threshold of coefficient value should be coordinated according to network structure and density of correlated genes. 4. Make list of genes which you are able to narrow down as being specialized to your target pathway. 5. Check gene expression of the organ specificities and stress responses of your candidate genes.
Integration of All Information to Predict New Pathways
1. Add well-characterised genes which have been used for query of co-expression analysis to predicted metabolic pathway. 2. Check uncharacterized parts in this pathway, for example uncharacterized enzymatic steps, transport proteins and transcription factors. 3. Predict most suitable gene annotation for these missing uncharacterized steps. 4. Combine the results of metabolite profiling and candidate genes of in silico gene expression based on the predicted pathway. 5. Arrange your candidate genes on the predicted pathway according to gene function, for example, acetyltransferase for acetylated metabolite, glycosyltransferase for glycoside, P450 for oxidised compound. Phylogenetic tree analysis of amino acid sequences is useful for some wide gene family such as P450 and glycosyltransferase. 6. Check the consistency of tissue specificities or stress responses between metabolite accumulation and gene expression level of candidate genes. 7. Check the connections to other metabolism for providing substrate and stress responsive genes.
Experiments for Gene Identification Using Bio-resources
1. Check the availability of bioresources for facilitation of experiment for candidate gene identification. 2. Perform an experiment for identification of gene function using bio-resources, such as KO mutant library and full-length cDNA library.
The experiments for functional identification of genes with preparation of overexpression plants and knockout mutants, enzymatic assay and promoter binding assay, have to be performed for the best candidate genes in your prediction. Recombinant protein assay for characterisation of protein properties and preparation of overexpression plants better to be carried out after confirmation of metabolite profile using KO mutant since it takes considerably longer to prepare recombinant protein and gene cloning for transformation.
Representative Results
The procedure of integrated analysis described in this protocol has many possibilities depending on specified experimental purpose and choice of biological and analytical combinations. Choice of procedures and experimental design should be carried out properly on the basis of your target pathway, compounds and plant species. . Figure 1 . Overview of the experimental flow of gene annotation via combined approach. In some cases, projects start with the discovery of a novel peak which is detected in special conditions or tissues, and the desire to understand its role within its metabolism. In other instances the purpose of the project is gene identification or discovery of key regulatory factors such as transcription factors. Design of experiment should be planed with an data set which shows clear differences of metabolite levels in your target pathway, using a wide range of tissue samples from different organs, and for differentially grown plants or plants exposed to stress conditions, and subjecting the material to metabolite profiling. Mutant and transgenic plants as well as QTL harbouring breeding material also represent suitable genetic material for these studies. Prediction of novel pathway should be performed carefully with accurate peak annotation and combination approach with different type of metabolotype such as organ securities and stress responses according to gene expression data of your pathway-of-interest. In the last step, metabolite and transcript profiling should be performed which will eventually, when combined with in silico analysis of web-resources and in vitro characterisation of gene expression via heterologous expression, lead to the confirmation of the gene candidate and elucidation of its function and position within a metabolic pathway. Abbreviations: QTL, Quantitative Trait Loci. 
Discussion
Given that transcriptomics and metabolomics technologies have been used for several years, the process of data integration for metabolomics assisted gene annotation generally begins with the identification of a novel peak representing an unknown metabolite. This fact leads to the next stage which is to evaluate quantitative variance in metabolite peaks or the novel candidate genes thought to be responsible for their biosynthesis. The strategy described in this protocol, however, has three major problems i) difficulty of peak annotation, ii) complexity of pathway prediction, iii) resolution of gene information and quality of gene expression data. To counter the first problem, peak annotation should be carried out with co-elution of standard compounds or combinatorial approach utilizing information from MS n analysis, reference extract, mutant analysis, metabolite database search and literature survey (Figure 2,   12 ). For the second problem, pathway prediction can only be obtained by correct peak annotation. However, metabolite profiling of tissue specificity also can be support peak annotation, because metabolite accumulation should be correlated with the gene expressions of related genes. Therefore combination profiles of different tissues and growth conditions can be helpful for this second problem. The third problem concerning the resolution of gene information depends on the progress of sequence data. In case of the model plant without completion of genome sequence, co-expression analysis using orthologous genes in other model plants is useful. Detailed alignment comparison and phylogenetic tree analysis of amino acid sequence can support to connect model organisms to other species.
This protocol is suitable for all metabolisms. It is most efficient in the analysis of intermediate and secondary metabolisms which are well characterised to be subject to strong transcriptional control 1, 5, 11, 16 . In some examples, co-expression analysis succeeded to be performed in sulfur assimilation, genes for β-oxidation, branched-chain amino acid degradation, chlorophyll breakdown, and the lysine catabolism 3 , cell wall metabolism 10, 7 and light signalling cascade 14 . Annotation of gene function via combined genomics, metabolomics and informatics is not only for biosynthetic gene and direct regulator of transcription factor but also for understanding physiological process and response (see example Figure  3. 14 ).
To develop this approach from model plants to crop species, metabolic comparison of across plant species is powerful approach in some general metabolisms. For example, if same compound is detected in different plant species, and some orthologous genes are found in these plant species, cross species co-expression analysis using orthologous genes can provide strong support for your prediction. This approach can be performed in Arabidopsis, poplar, medicago, in addition important crops such as barley, rice, wheat and soybean, by co-expression analysis of plant species ( 6 , PlaNet: http://aranet.mpimp-golm.mpg.de/,; 9 , COP: http://webs2.kazusa.or.jp/kagiana/cop0911/; see an example, 15 ).
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